. In spite of the high economic value and unique 57 mitogenome features (e.g. high gene rearrangement) that make Pectinidae 58 species ideal subjects for taxonomic and evolutionary studies, to date only five 59 scallop mitogenomes have been determined. In this study, the complete 60 mitochondrial coding region of A. purpuratus was sequenced by primer walking 61 strategy. 62
The length of the nearly complete A. purpuratus mitogenome is 15,608 bp 63 (GenBank access: KF601246). The largest non-coding region of the A. purpuratus 64 mitogenome is located between the genes trnG2 and nad2. This region is 65 characterized for the presence of tandems AT repeats and homopolymer runs, 66 which affect the sequence process by polymerase slippage. Different strategies 67 were applied to overcome sequence drop-off and double peaks after 68 homopolymer regions. However, we could not sequence a partial fragment of the 69 control region. 70
The structure and organization of A. purpuratus mitogenome showed 71 characteristics of a typical marine bivalve mitogenome: 12 protein-coding genes 72 (atp6, cox1-3, cob, nad1-6, nad4L) (nad1, cox1, nad6, cox2, nad4L, nad4 
